. Comparison of the predicted amino acid sequence for Lt;CDKA1;1 with CDKA transcripts from other species. Predicted amino acid sequences of CDKA kinases: yeast SpCDKA (Schizosaccharomyces pombe, M12912); human CDKA8 (P06493); Arabidopsis thaliana AtCDKA1;1 (X57839); snapdragon AmCDKA1;1 (X97637) and AmCDKA2;1 (X97638); rice OsCDKA2;1 (X60374); maize ZmCDKA1;1 (M60526); Lolium LtCDKA1;1 and rice OsCDKA1;1 (X60375). Accession Numbers are in brackets. Dashes indicate gaps to maximise alignment. Amino acids that are identical in five or more of the proteins are blocked while those which are similar are shaded.
Fig. S2.
A phylogenetic comparison of 88 plant CDKA kinases and particularly of monocotyledons. This analysis was performed using the web tools available at www.phylogeny.fr/version2cgi/simple_phylogeny.cgi. For all fully sequenced Gramineae genomes, there are two CDKA protein types. This is the case for Brachypodium, Orysa, Zea, Triticum, Sorghum and Saccharum and is expected to be the case for Lolium. Onion (Allce) and Dendrobium (Dencc) are the outgrouping monocots. Human CDKA was used as the outgroup. Abbreviated species names are shown along with Accession Numbers. (For method see Dereeper A., Guignon V., Blanc G., Audic S., Buffet S., Chevenet F., Dufayard J.-F., Guindon S., Lefort V., Lescot M., Claverie J. 
